. Predicted topology of SIDT2. The 9-transmembrane domain structure of SIDT2 was predicted using a transmembrane protein topology prediction method based on a hidden Markov model (TMHMM) (http://www.cbs.dtu.dk/services/TMHMM-2.0/). Results are expressed as mean ± SEM (n = 4). *** , P < 0.001; n.s., not significant. RNA uptake assays were performed using isolated lysosomes derived from SIDT2 knockdown or control siRNA-transfected 293FT cells. Results are expressed as mean ± SEM (n = 3). *, P < 0.05. (C) RNA degradation assays using lysosomes isolated from SIDT2 knockdown or control 293FT cells. Results are expressed as mean ± SEM (n = 3). *, P < 0.05.
(D) Specificity of the rabbit anti-SIDT2 antibody. Human SIDT2 cDNA was cloned from
HeLa cells, and pCI-neo-hSIDT2 was constructed. HeLa cells were then overexpressed with human SIDT2 (control: EGFP). Cell lysates were prepared and immunoblotted using anti-ACTB/β-actin and rabbit anti-SIDT2 antibodies.
